Array Tutorial 6:
~ GenelList — An important
concept in ArrayTrack
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Database Library Tool Export Help

The Gene List folder contains gene lists that are f% ——
usually derived from applying certain filtering criteria R Detail view -
(e.g. P-value, fold change, etc) on the microarray H 1 mnenes ot 0

data. As a common practice, a list of gene is 1 Lamoncs o 10,
identified by researchers and then carried forward M e

for biological interpretation and/or further analysis.

There are several ways to create a gene list in
ArrayTrack:

- Create a gene list through statistical analysis (page 3)
- Create a gene list through data filtering (page 5)

- Create a gene through manual selection (page 6)

- Alternatively, the user can import a list of genes that
IS created outside of ArrayTrack. (page 7)

Overview

ArrayTrack allows the following operations solely based on gene lists:

- Normalization based on a gene list (page 14)

- Statistical analysis (t-test, PCA, HCA) applied on a gene list (page 15)

- Venn diagram drawn on two or three gene lists (page 12)

- Functional analysis on a gene list (page 19)

- Export a set of microarray with genes that are specified by a gene list (page 21)

- Miscellaneous: delete a gene list (page 9); create a Gene List subfolder (page 22)



Create a gene list through statistical
analysis

1. From data analysis results (e.g. T-test result. See Tutorial 1 for doing T-test).

‘o B

[] 1-Test Resuts
File Selected-Spot All-Spots Advanced

Genhank Acc| Gene Mt ID | LOCUSID | GENEMNAME| REFSEQ SPOTID F Ahs Fold C...|Fold Chang..[Total Bad FI..| Grp1 Size | Grp 2 Size [BadF

1 AAIOB2TT  [AA108277_ [288444 Hsplda_pr... 516484 06801 11423 1.1422 0 z z 0 -
2 AAIOB308  [AA108308_ [314856 516485 0.9155 1.036 1.036 4 z z 2 =
3 AANIOB308  |AATDE30E_.. 516486 0.2315 1.4239 0.7023 0 z 2 0

4 AMRE4637  [AMER4537_ [204064 Mduflbs_pr... 516487 0.6331 11285 0.8861 4 z Z z
| B AMNFS4020  |AnEE4020_ . 516488 0.0892 1.4882 0,672 4 2 2 2
| B AMNFE4060  |AMER4060_.. 516489 0.3848 1.7086 0.5557 4 2 2 2
| AARS4863  [AABR4863_ [283702 LOC293702 516490 05062 1.1965 1.1965 0 2 2 g
|= AARES112  |AARRS112_ [2836432 Mdufss_pr... 516491 0.26932 1.3343 1.2343 0 z 2 i
la AARSS152  |AARES152_.|25490 Medda 5164932 0.1367 1.8005 1.8005 0| T_tact raciilt o

10 AARESATE  |AARRAITHA_.. 516463 0.063 23412 0.4271 4 ol THLOUIL ;

11 AMRESETE  |AARGSET7A_.[304805 Moo3aZ_pr... 516454 0.2954 1.2289 0.8137 4 z Z 3

12 AMRESAD3  [AABRSI03_ [362862 Tral_predi... 516495 0.9871 1.0047 1.0047 0 z 2 0

13 AMREEO31  [AMBREO31_. [301458 Mdufs1 516406 0.956 1.007 0.993 0 z Z 0

14 AMGEESTD  [AABRES7O_..[301442 Sumal_pt... 516497 0.6623 1123 1.123 D 2 2 0

15 AMFEBETOD  |AMBEEETO_.. 516408 0.8915 11977 0.8349 4 2 2 2

16 AARGEETO  |AABSESTO_.. 516499 0.4097 8.8764 01127 4 2 2 2

17 AATG9336  |AATHI3I36_. 283453 Mdufah1_p... 516500 03428 1.0385 1.0395 0 z 2 0

12 AAB19843  |AAR19G43_ 516501 0.2473 2.3581 0.4241 4 z 2 z

19 AABAB218  |AAB4E218_ |A4550 Top1 516502 03289 15149 1.5149 0 3 z 0 |+

q] I | [
1031 genes

Significance Filtering

® P Values §_[0.05 wit ad) |v |

iZ) Target False Discovery Rate (FDR): ’: Set P Val u e

) Select genes ,: by lowest p-values ‘a_H-d_fe-Iq:F h an g e
Mean Channel Intensities = I: BadFlags/fFE‘/ Crlte“a CIICk “Create Slg.

Abs Fold Chaige > |15 Ced>> L
Gene List” button
| Apply Filters || Clear Ei
| P-Value Plot | Create Sig. Gene List | &R HCA || [#s PCA |




Create a gene list through statistical
analysis - continued

Create Gene List

T

Create gene list named:
Save into experiment:

Under gene list group (optional):
Description
describe the gene Iisﬂ

]

Can be saved into different

Type Gene List Mame Here

Affy_Rat_MASS5_only

7 f experiment

F

-

=0 e

3

The saved gene list will
be displayed under the
experiment

U“%l Cancel Eﬁ Database Contents
¢ ANOMNYMOLIS

Ay Fat MASS only

/?E Gene Lists
MZ 1230enes_MASA 1 .5fold_po0.05

Mz 128gene_simpleT _F1.5_P0O.05

Mz 134gene_Permutat_F1.5_P0.05

MZ d44genemaSE_FoldZ_P0.05

Mz Topic1:123geneMASs Foldl.A _P0O.05



Create a gene list through data

fllterlng The total number of

selected hybridizations

User can set the criteria (like flag,
value) to create a gene list, e.g find out all

intensity r——

the genes which intensity is greater than 3.0 in ] a2 T '

at least 6 out of 12 hybridizations.

Flags: Require at least ofthe\ 12 /inlist .M

Resulting Gene List Name: Tesﬂ

Auto. ifilters v to name

Eﬁ Database Contents

¢ 'i" ANOMYMOLIE Right-click the selected data, choose Place in Gene List Group (optional): |
¢ [ affy_Rat_MASS only | “Create gene list by data filtering
o [ Gene Lists N
¢ W™ D0_T12_B_a DO_T12_B[Elotin]

¢ B mMASS{D0_T12_E_&T[ile:
[ﬂ mMeaniedian Scaling,

- E 0O T2 B _bD0O_T12_B[Biol
o HH MASS{DO_T12_B_h}[file:
[ﬂ MeanMedian Scaling,

? E DO_T12_C_aD0_T12_C[Bio
o EH MASS{DO0_T12_C_al[file:
[ﬂ MeantMedian Scaling,

? E DO _T12_C_bD0_T12_C[Bio
¢ EH MASS{DO0_T12_C_bl[file:
[ﬂ MeaniMedian Scaling,

- H DO _T12_D_aD0_T12_D[Bio

H View data set(s) as wide spreadsheet - datasets side by side
E=port

Convert affy cel files to probe set
#F Mixed scatterplot

m Yirtual array images for clata

m Actual array images fof data <=Dev. Onhy=>

%, Rank intensity plots
Il BarChart

¢ B MASS{DO0_T12_D_a} [file:

Create gene Iis%]y data filtering...
Anahysis



Create a gene list through manually
selection

2. The user can filter out some genes (e.g. spike-in genes) to get a gene list for
further normalization.

Datasets for array type Affy_RT-U34 i |
Edit View InputiOutput Spots
c ’
§ Create Gene List with Selelections KewNord search — *AFFX
Erd | GEM_DESCR_MFR GEN 1D MF LOCUSID|POS_DESCR_MFR| REFSEQ | SPOTID ({DO0_T12_B_a} Biotin [DO,
P Filter> 7~ AFFX N |~ |
1 usculus Fas antigen mRERNA, complete cds \IAFF}(—MurFAS_at i3 ﬂ1 0z 114 MM_00Y98Y (916597 |18.687
2 interleukin 10 mRMNA, complete cds AFFAZ = 16153 115 MM_010548 516598 |4.788
3 interleukin 2 (IL-2) gene, exon 4 AFFH-MurlL2_at 16183 116 216599 |6.44
4 usculus interleukin 4 {-4) mREMA, camplete cds AFFH-hurlL4_at 16189 117 BIb_021283 [8166E00 |1.903
5 iMA for glyceraldehyde-3-phosphate-dehydrogenase (GARP|AFFX_Rat_GAPDH_3_at |24383 131 A16614 |¥847 16
=3 IMA for glyceraldehyde-3-phosphate-dehydrogenase (GARP|AFF_Rat_GAPDH_3_ st |24383 132 A16R1S | 36.98
7 IMA for glyceraldehyde-3-phosphate-dehydrogenase (GARP|AFF_Rat_GAPDH_a_at |24383 133 A16R1E (Y485 4518 3
& IMA for glvceraldehyde-3-phosphate-dehydrogenase (GAF|AFFX_Rat_GAPDH_S_st |24383 134 516617 |94.191
a IMNA for glvceraldehyde-3-phosphate-dehydrogenase (GAP|AFFX_Rat_GAPDH_M_at |24383 135 516618 |T846 BB
10 IMNA for glvceraldehyde-3-phosphate-dehydrogenase (GAP|AFFX_Rat_GAPDH_M_st |24383 136 516619 (123931
11 norvedicus brain hexokinase mRMNA, complete cds 5, _MAFFX_Rat_Hexokinase_3_ 25058 137 MW_012734 516620 |2.739
12 norvedicus brain hexokinase mRMNA, complete cds 5, _MAFFX_Rat_Hexokinase_5_ 25058 138 MW_012734 516621 |9.085
13 norvegicus brain hexokinase mRMNA, complete cds 5, _MAFFX_Rat_Hexokinase_M_ 25058 138 MM_012734 (516622 |9.021 T
14 1e encoding evtoplasmic beta-actin 58, _M, _3 represent tnAFFx_Rat_heta-actin_3_a 81822 140 516623 |B092.55




Import/Export a gene list

% Databhase Contents Right-click the experiment, then choose
¢ M ANONYMOUS Gene Lists -> Import
¢ [ Affy_Rat_MASS_on

o~ ] Gene Lists Batch Import

o |8 Do_T12_p_a  Rename

o | Do_T1z_B_b 0 GeneLists b Display

o H DO T12 & _al Select datasets ¥ Import [%

o= H D0 T12 C b0 Show experiment design Export

o= H 00 T12 0D al Show dye-flip pairs Delete

o 8 00_T12_D_b [ Expand completely

o- W8 D2 _T12_B_a[ cCollapse completely

0= E DZ_T12_B_b 0 Tree options...




Import/Export a gene list — cont.

(2% Choose Genel ist File(s) for Importing @

Look In: | temp | || |3 =3 ] eele=
] AFX_1_origExport D BIOPSY DVD#1.SPAN3.CAB | Gene List Name, or Hame Prefix {if multiple files):
[ Zippedimages [} BIOPSY.CAB |
[ 44geneMASS_Fold2_P0.05 [ DVD45.1.CAB Gene List Note:
[ aaa.bat [ DVD45-1.SPAN.CAB -
[ BIOPSY DVD#1.CAB [ DVD45-1.SPAN1.CAB
[ BIOPSY DVD#1.SPAN#.CAB [} Header file
[ BIOPSY DVD#1.SPAN1.CAB [ PO313-04-BS0207-U133Plus.
[ | BIOPSY DVD#1.SPAN2.CAB [} Process.saL |
4| I | I Rl
File Hame: 44genemAsSs Fold2 PO.05
Files of Type: |Al Files -
Open Cancel
-

Open selected file Mm——




Import/Export a gene list — cont.

@ Choose Columns

Field Separator

il ot Manually select first data row...

genebankgce | genenarne | locusid unigeneid swissprot_ace_number | description expression_levell BM[rE
Al011376 Mapkapks 3994 GEGHES -
HATa23 Tap1 24811 PIRI7 I PIRE5a i PAT . A el
94185 Dusph 116663 QB434F — | Hbﬂn table
AAEEE1ES Floduth8_pre... 293991 ~nl
03491 Toth3 25717 Q07258 /i Q5EAT LU ns to the
h22899 12 116562 P17108 ~AAY H H
AJ223083 R a3a74 Q70464 (M Q927 (25, COfTE Spondlng flelds
Ded66T Fikdch 81747 Q08561
HAE420 [ []s] 24561 F23a71
L2a9245 Ptgs2 28527 Pa5355 il Q63124 0f Q8
J05181 Gelo 25283 P19468
AlMBAT08 Lgt2h 24862 Fo2541 m@sgacfa —
AFN21EAT QA AQQngs ]
1| | li | [ ¥

For each column description below, select a table'column above and click the description
hutton to make the assignment.

ArrayTrack SPOT ID Assig
Manufacture ID

el to spotid (19 -—

issigned to gen_id_miT (17}

GeneBankAcc a Assigned to genebankacc (3)

Ref Seq Assigned to refseq (20)
GeneName Assigned to genename (4)

LocusiD Assigned to locusid {(5)
LinigenelD Assigned to unigeneid (6}

1]

e 'Luﬂnmﬂnl"_mnm”nhnr (i
| OK ﬂ}b Cancel




Import/Export a gene list -
continued

Ej' Database Contents -
¢ ANONYMOUS '
¢ [ Affy_Rat_MASS anly :

¢ [ Gene Lists s I

Mz 128gene_simpleT_F1.5_P0.0% :
_ a o Open Export the gene list
W: 134gene_PermutalF1.5_pog| OPER_— | EXP g
MZ 44genemASa_Fold2_P0.05 Move the gene list
MZ Topic 1:123geneMASS_Fold1.4 Hename 7 Toanew folder

o W D0_T12_B_a DO_T12_B[Biotin) | Delete —___ | See next slide

o 8 D0_T12_E_bD0_T12 BlEictin) (MOve To (New) Folder
o W™ Do_T12_C_aD0_T12_cC[Biotin] | Mowve Out Folder
o W™ D0_T12_C_bD0_T12_C[Biotin] | Copw Genelist For Pasting Elsewhere




Import/Export a gene list -
continued

Move gene list to a new folder

? Select Folder: |--Select.. |~
--Select--
0K E--New V\[\g_

Hew Folder Hame:

X

|Temp

Cancel

Eﬂ Database Contents
¢ M ANONYMOUS

¢ [TJ Affy_ Fat MASE only
9 [C] Gene Lists

The gene is moved to new
Folder - Temp

o ] Temp

Mz 128nene_simpleT _F1.5_P0O.0A

Mz 134gene_Permutat_F1.5_P0O.05

M
M

44genemAsSs_Fold2 _P0O.04
Topic 1: 123genemMAsSs_Fold1.5_P0O.045




Import/Export a gene list -
continued

Eﬂ Database Contents
¢ W ANONYMOUS

¢ [E0 Affy_Rat_MASS_only Rename the gene list

¢ [ Gene Lists /

Mz 128gene_simpleT_F1.5_P

Mz 123genes_MASS 1 5fald_p=or
; Open /
MZ 134gene_Permutat_F1.5_F

Export Delete the gene list

HZ 44geneMASs_Fold? PO 0sSREname
Mz Topic 1: 123genemass_roDlelete
o- ™ D0_T12_B_a DO_T12_B[Riotin] Move To (New) Folder
o ™ 00_T12_E_b DO_T12_E[Bictin| Move Out Folder
o= H DO T12_C_aD0_T12_C[Biotin Copy Genelist For Pasting Elsewhere




Draw Venn Diagram from gene lists

_ Select gene lists )
Eg Database Contents b
¢ ANONYMOUS :
¢ O3 afy_Rat_MASS_only

9 [] Gene Lists

H Genes MASS 1 .ﬁme?n

1Z28gene_simpleT_F1.9_F0.045

ort
o e Permutat_F1.5 B Rename e
z ddgenemAS5_FoldZ_PO.05 :
— i - - Delete
Mz Topic 1:1230eneMASS_Foldl.
o Move To (Mew) Folder
o- | DO0_T12_B_a DO_T12_B[Biotin]
Move Out Folder

o- 8 D0_T12_E_b D0O_T12_E[Biotin] _ _
o E D0_T12_C_aD0_T12_C[Biotin] Copy Genelist For Pasting Elsewhere |

uracture |

o {8 D0_T12_C_bDO_T12_ClBiotin] | vennDIagram ) By CommoniD

o | D0_T12_D_a DO_T12_D[Biotin] By Pathway Locus ID

o- ¥ D0_T12_D_h DO_T12_D(Bictin] fy GeneOntolo GeneName

o W™ 02_T12_BE_aD2_T12_E[Eiotin] S GeneBankAcc
o W8 oz_m2_e_boa_T12_eEictn] | Draw Venn Diagram REFSEQ

o ™ 02_T12_C_aD2_T12_C[Biotin] By different approach ot ID

Draw Venn Diagram |
By various ID




Draw Venn Diagram from gene lists
-continued

Diagram

] consider fold change direction More detail about Venn Diagram
Is explained in Tutorial 3.

123genes MASS 1.5fold p0.05 128gene simpleT F1.5 P0.05
123 128

134gene_Permutat F1.5 P0.05
134




Conduct normalization filtered by a gene list

User can do data normalization based on a filtered gene list. Refer tutorial 7 for
Normalization methods.

elect Norm 0
|z| MeanMedian Scaling ‘ - |
. . . . subtract backgrounds Yes -
Mean/Median Scaling Normalization scalg o -
; target value 1000.0 |
Method {for either 1 or 2 channel data) .
include flagyed spots Mo ‘ hd |

# Multiply each value by Tim where m iz the mean or median of the channel data and T is the
target meanfmedian value option (default iz 1000). Channels are scaled separately in the caze
of two channel data,

Properiies

# Mormalized channel data will have a mean‘median matching the taroet value option.

Select Gene List

Only include genes from gene list:

<all genes>

[ ¢ |

<all genes>

123gene_Welch_F1.5P0.05 in exp. "Affy_Rat_MASS5_onh™
128gene_simpleT_F1.5_P0.05 in exp. "Affy Rat MASS_ onby™
134gene_Permutat_F1.5_P0.05 in exp. "Affy_Rat_MASS5_onh™
A4geneMASSH_Fold2_P0.05 in exp. "Affy_Rat_MASH_onhy™

Topic 1: 123geneMAS5_Fold1.5_P0.05 in exp. "Affy_Rat_MASS onh™
Final removeallB6Flag_693[1/86 flags P] in exp. "CdRatU34"
(1)L_CTR_ws_L_CFYin exp. "MAQC_Rat_AFX2"

Gene List: Include only spots with genes in Jere st | <an genes> | /

<i 0K iDCancel|

Matc

[u]»

Filters

[4]




Conduct statistical analysis based on a gene list

Select Dataset Group Assignments for T-Test [ ANOVA [ Pairwise Tests
Test Type { Consistent with group selections )

g o B

T-Test Doing T-test based on a
T-Test Options filtered gene lists
@ Pvalues from dist: | @® Welchttest () Simplettest Refer tutorial 1 for T-test
Select Gene List E|
) P values from permutations: s Only include genes from gene list:
<all genes> | I~
<all genes: =
Filtering with a gene list 123gene_Welch_F1.5P0.05 in exp. "Affy_Rat_MASS_onk™ =
— _ — 128gene_simpleT_F1.5_P0.05 in exp. "Affy_Rat_MASS_onhy™
Only include genes from gene lis qb 134gene_Permutat_F1.5_P0.05 in exp. "Affy_Rat_MASS_onhy
14geneMAS5_Fold2_P0.04 in exp. "Affy_Rat_MASS5_onhb™
Topic 1: 123geneMASS_Fold1.5_P0.05 in exp. "Affy_Rat_MAS5_onh®™
Final removeall86Flag_693[1/86 flags P] in exp. “CdRatU34" -
Gene identifiers to include

(1)L_CTR_vs_L_CFY in exp. "MAOQC_Rat_AFY2"

[4]

Genbank Acc Gene Mfr ID [ ] UMIGEMEID
[ | CLONEID [ | GEN_DESCR_MFR REFSEQ

Dataset Naming Data options

Hybridization names are always included. Subtract backgrounds when present {raw datasets only)

add sample name(s) to hybridization names

[ ] add dye nameis) to hybridization names

Apply log (base 2) to expression values
[ | Exclude spots flagged as bad

| < Back H Do Tests




Conduct statistical analysis based

on a gene list - continued

Doing PCA based on a filtered gene lists. Refer Tutorial 4 for PCA

2 pCA Options
@ Centered ) Auto scaled

Gene List Filtering

Only include genes from gene list:

<all genes>

<all genes>
123gene_Welch_F1.5P0.05 in exp. "Affy_Rat_MASS _onh™
128gene_simpleT_F1.5_P0.05 in exp. "Affy_Rat_MASS _onk™
134gene_Permutat_F1.5_P0.05 in exXp. "Affy_Rat_MASS5 _onh™
Data 44geneMASS_Fold2_P0.05 in exp. "Affy_Rat_MASS only™
Hybri Topic 1: 123geneMAS5_Fold1.5_P0.05 in exp. "Affy_Rat_MASS _onh™
Final removeall86Flag_693[1/86 flags P] in exp. "CdRatU34"
a (NL_CTR_ws_L_CFYinexp. "MAQC_Rat_AFX2"

meE

14

|| add dye nameis) to hybridization names

Ok Cancel




Conduct statistical analysis based on a gene
list - continued

o e M Doing Correlation

Create Correlation Matrix :

Edit Datasets Groups Geneld's Data-Options M atrix b ase d on a
& m—— P - P - # | | filtered gene list
Assign to New Group | Unassign Assign to... | Clear All Groups Swap Dye R ef er Tutori aI 10
|~ Hybridization SAMPLE 1 LABEL 1| SAMPLE 2| LABEL 2| ARRAYTYPEMAME | LA :
= ‘f‘[? .| |for Qorrelatlon
1 @ Strain A Q380 |Strain A-mice 1 | Cya Reference | Cy3 RCTR_MWG Mousedal Matrlx
2 @ Strain A Q381  |Btrain A-mice 2 | Cya Reference|Cy3 RCTR_MWG Mousedal
3 @ Strain A Q382  |Btrain A-mice 3 | Cya Reference|Cy3 RCTR_MWG _Mousedal
4 @ Strain B @385 | Strain B - mice 1 | Cya Reference [ Cy3 FRCTRE_MWWG_Mouse dak
5 @ Strain B Q386 | Strain B - mice 2 | Cya Reference [ Cy3 FRCTRE_MWWG_Mouse dak
& @ Strain B Q387 | Strain B - mice 3 | Cya Reference [ Cy3 LICTE hdutits hdo 0fl
F | M | Select Gene List

Only include genes from gene list:

2 groups, sizes = [3, 3]

L4 |

<all genes>

<all genes>

- - _ 174Welch_t_2Zfold_p0.05 in exp. "Strain_mice_two_Channel"
Abhove you may oplionally assign datasets into groups here, w 187Welch_t_1.5fold_p0.01 in exp. “"Strain_mice_two_Channel"
separated visually in the output matrix. 187gene_P0.01_F1.5 in exp. "Strain_mice_two_Channel"

. ) 198protein_P0.01 in exp. "Strain_mice_two_Channel”
Note: If any group assignments are made, then any datasets n 202Welch_t_test_P0.005 in exp. "Strain_mice_two_Channel”

a group will ignored. 206simple_t-tset 2fold_p0.05 in exp. "Strain_mice_two_Channhel” |

25chemicals_Lino_Terp.xls in exp. “Strain_mice_two_Channel™
e —
=all genes> .

T
Create Correlation Matrix

(4]

Only include genes from gene list




Conduct statistical analysis based on a gene

Doing HCA based on
a filtered gene list
Refer Tutorial 4 for HCA

list - continued

£ HCA Options

[ | Austo scale data Cluster sorted by value
Method Selection

® Dual cluster < Heat map {no clustering)

Distance

LinkageType
o Single O Complete O Average  Centroid O Median & Ward's
Gene List Filtering

Only include genes from gene list:

=all genes:>

<all genes:=>

174Welch_t_2fold_p0.05 in exp. "Strain_mice_two_Channel™

18 Welch_t_1.5fold_p0.01 in exp. "Strain_mice_two_Channel”

187gene_P0.01_F1.5 in exp. "Strain_mice_two_Channel"

Data 198protein_P0.01 in exXp. "Strain_mice_two_Channel™

Hybri 20Welch_t_test_P0.00% in exp. "Strain_mice_two_Channel"
Z06simple_t-tset_2fold_p0.05 in exp. "Strain_mice_two_Channel"

alzﬁchEmicals_Linu_Tern.xls in exp. "Strain_mice_two_Channel™

L1 »

|4

[ add dye name(s) to hybridization names

0Ok Cancel




Biological interpretation using ArrayTrack
Pathway, GO and other tools

Individual gene Pathwa : GO-based
: _ y analysis : .
annotation and analysis functional analysis

Database Library Tool Export Help

- 4
@ |‘§{% New Exp ¥
g Database Contents = :
7 ANONYMOUS SIGHIFICANT_GENELIS
-l Al Rt A, oinly O nputioutput  Library  Ge
o ] Gene Lists
MZ 12308neMASS_Fold1 5 P05 3 G| O Wi Lih‘ £ cenes | BYproteind| 32 Pathwavsf(~| ) | GoFFa H Orthologene
W 2R R0 : GE E ExP CNAME  |LOCUSID] FOLD | PVWALUE
: g ] 4 ! ; ;
Hi - (=2 0 B R L A Ouble CVI = Filters S Pathart ]
L a2 insneMAS S FOInT 6 F0 5 Il Topic 1: 123geneMASS_Fold1.5_P0.0 B50 b4 Ingenuity pdicted  |2668444 (41286 |0.0006 |_
t B%DEI';]SAS_{%_; SRR 2 Tapic 1:123geneMASS_Fold1.5_P0.0/850 S Ctene MeTae 300721 53215 00038
¥ E—ll Meaniﬁedia_n gcaling ifs=N v=1000.0 s=Median 5 3 Topic 1: 123geneMASa_Fold1.5_P0.0|650 alatel Tatalals HeEpdaTam Hspalh 14,8075 |0.0003
o 800712 B 500 T12 BEitin - ' 4 Topic 1:123geneMASS_Fold 5_PO.0GS0  |ABOD3400 Danf 114027 |06BSE  |0.0107
o B MAS5{D0_T12.B_b) 5 Topic 1:123geneMASS_Foldl 5_PO.0BS0  |AFD21935 Cdcd2hpa 14116 |0.4238  |0.0184
[ MeanMedian Sealing, ifs=N v=1000.0 s=Median s & Topic 1:123geneMASS_Foldl 5_PO.0BS0  |AFD25670 Casph 83584 [02951 |0.0161
¢ 8 D0_T12_C_aDO_T12_C[Biotin] 7 Topic 1:123geneMASS_Foldl 5_PO.0BS0  |AFD25670 Casph 83584 |0.4238  |0.0149
¢ EH MASE{D0_T12_C_a} 8 Topic 1:123geneMAGS_Foldl 5_PO.0BS0  |AFD31657 Zfpo4 409095 |0.4941 |0.0203
[ MeanMedian Sealing, ifs=N t=1000.0 5=Median,sh | i Topic 1: 123geneMASS_Fold1.5_P0.0[650 AF051843 MmeB 58064 |0.5452 |0.0282
¢ M8 DO_T12_C_bDO_T12_C(Biotin] B | Tapic 1:123geneMAS5_Fald1.6_P0.0[B50 AFD51843 Mred 63864  [0D.2628 |0.0145
¢ B rgssmn_n 2em _ Pl Topic 1: 123geneMASS_Fold1.5_P0.0[B50 AF084205 Taok] 286983 [D5826 |0.0082
- DDE_]H;"E;””“‘;E'a;i“i;'gg-t'_fS‘N-“:1”””-”-3—""9["3”-5 2 Topic 1:123geneMASS_Fold1.5_P0.0650  |AJOD5424 Mapk? 114500 |0.5151  |0.0082
f % EnAss_{D_na e (Bl 13 Topic 1:123geneMASS_Fold1.5_P0.0G50  |AJ005425 Mer2d 81518 |0.5585 |0.0121
a
2 [ MearsMedian Scaling, fs=N b=1000.0,s=Medizn.st | [ Topic 1:123geneMASS_Fold1 5_P0.0G50  |AJ223083 Rt 83574 |25079 |0.0285
o W00 T12 D bDO T12 Digiotin] Bl Topic 1:123geneMASS_Fold1 5_PO.0BS0  |D14014 Cend1 58618 |0A225 00085 |
a I | ' T i | vl |
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Individual gene annotation and analysis using GeneLib

Link to other pub
Summary info for the databases for the
highlighted gene highlighted gene

Eﬂ Gene Library |:| |E| E|

(@ specify Ip Type: | %2 Pathways H" | B3 proteins || %) Orthologene | = | GOFFA ‘ 7 chip Lib
) GenBankAcc '@\
B & | | Customize Tahle | Export | More Info ..g5elect one -- Link To Select one - |v ‘ El Help |I
_ o —\ ~1\
=D E b | =7 [oeneidas NPUT LOCUSID]  GEMEMAME / [Selectone \ DEs§ri{Select one - =
ST Filter-> I Gene Synonym ‘ EntrezGene 1 |~ |
) LocusID | 24706 Cyplal \oci{Gene Summary | sibradhing Uinigene R
O SwissProth i 24404 Gpsd lutzt/©€Ne Ontology | = (OMIM R
S HIUEEE : NCBI RefSeq GeneCard
: 3 24451 Hmox1 EMH a) oy . R
) IMAGEID ifa 24471 Hsphi I\at GenBank Acces ] r_umusnma ap R
‘|5 24472 Hepala heNy o 2 hway - Pk il | / Rl
: Protein ol DB -
) GEN_ID_MFR g 24553 Met et o o N y 4 R
v 24561 Mg - v ety T alycosylase / R
) GeneName i 24565 Abcc ATP-hinding cassette, sub-family C (CFTR;MRP? ember 1 R
g [ 24867 hitl a hetallathionein R
v|H M Rn H
5 Hse 1 e 24605 MHras neurohlastoma RAS wiral ¢v-ras) oncogene homalog R
(2) Enter Searching Data: 11 24646 Abch ATP-binding cassetts, sub-family B (MDRITAP), mermber 1 R
5 24811 Tap1 transporter 1, ATP-hinding cassette, sub-family B (MDRITAF) R
24842 Tpa3 tumor protein pa3 R
24862 gt2h UDP glycosyltransferase 2 family, polypeptide B R
24891 Ahchd ATP-binding cassette, sub-family B (MDRITAR), member 4 R
25035 Dial diaphorase 1 R
25283 Gele glutarnate-cysteine ligase, catalvtic subunit R
©) - 25315 Ephx epoxide hydrolase 1 R
_____________________________________________________________________________________ 253445 Ste sulfotransferase, estrogen preferring R
. 25406 Cdd4 CD44 antigen R
Message: 25420 Cryah talli Ipha B R
unigque search ID number 3 r\,-'a_ it L - - - —
01 ‘e 25493 Mikbia nuclear factor of kappa light chain gene enhancer in B-cells inhikitor, alphiR
' ‘= 25591 Adprt ADP-rihogyltransferase 1 R
. . 24 25625 Tnfrsfla tumor necrosis factar receptor superfamily, member 1a R
Missing number : 0, s 28676 H 3-hydroog-3-methylglutany-C A reduct R
Missing list of search 26 25717 Tmfbg?.cr t_ . fmw_' o :d?] ;’J atw_ bufnz;me S R
ids(LOCUSID): | [’ ransforming gro actor, beta
27 267549 Bach brain acyl-CoA hydralase R
] I | v |




Export a dataset by specifying the
gene list

The user can export data with only selected genes. Refer Tutorial 9 for data export.
‘%{@NewExn

¢ O Afiy_Rat_MASS_only
o= ] Gene Lists
+ i D0_T12_B_a DO_T12_B[Bictin]

o B MASAIDO_T12_B_a} [file: Tem — _ .
MeanMedian Scaling, ifs= EH View data set{s) as wide spreadsheet - datasets side by side

A
) MeaniMedian Scaling, ifs=i  EXport | E5 Export single-platform data as spreadsheeq\

[1»

¢ M8 D0_T12_B_b DO_T12_B[Bintinl | Comvert affy cel files to probe sets B Export gene-matched data as spreadsheet (multi-platfurm OK)
¢ BH MASS{DO_TI _E—B—b} [_T—”E: Tem y" Mixed scatterplot Export original data files or Affy probe-set files
E—]| mMean/Median Scaling, ifs= . E AT
9 B DO_T12_C_aD0_T12_C[Biotin] ' Virtual array images for data xport Affy nes
- o e Export image files

+ BB %SS{DU_'H 2 C_ajfile: Tern| BB Actual array images for da

R st st
_T12_C_bD0O_T1Z_ Output Opti

il BarChart B8 S

¢+ BB [“s]_’lg‘sh: {DDIHTL'z_CS_h}I['ﬂIEI jf—em Create gene list by data filtering [ ity Data Fields | Dataset Fittering{ | Gene Filtering [JEpot Fields | Dataset Naming
eaniMedian Scaling, ifs= R

¢ W™ DO_T12_D_a DO_T12_D[Biotin] | Anabysis

Export Options

Only include genes from gene list:

4

<all genes>

<all genes>

[N

. 5 in exp. “Affy_Rat_MAS5_onky"
128gene_simpleT_F1.5_P0.05 in exp. "Affy_Rat_MAS5_onb™

134gene_Permutat_F1.5_P0.05 in exp. "Affy_Rat_MASS5_onk™

44geneMASS_Fold2_P0.05 in exp. "Affy_Rat_MASS_onh™

Topic 1: 123geneMASS_Fold1.5_P0.05 in exp. "Affy_Rat_MASS_onh™

iiatc(Final removeallB6Flag_693[1/86 flags P]in exp. "CdRatU34"

[4/6 ints == 10] in exp. "Strain_mice_two_Channel" ot

prom ]
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